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3 <110> APPLICANT: PEREGRINO FERREIRA, PAULO CESAR 

4 KROON , ERNA GEESSIEN 

5 PIMENTA DOS REIS, JENNER KARLISSON 

6 FORTES FERRAZ , ISABELLA BIAS 

7 CERQUEIRA LEITE, ROMULO 

9 <120> TITLE OF INVENTION: METHOD AND COMPOSITION FOR THE DIAGNOSIS OF EQUINE 

10 INFECTIOUS ANEMIA VIRUS DISEASE BY USING THE 

11 RECOMBINANT CAPSID PROTEIN VIRUS (P26) 
13 <130> FILE REFERENCE: 41826 CIP 

15 <140> CURRENT APPLICATION NUMBER: 09/759, 281B 

16 <141> CURRENT FILING DATE: 2001-01-16 

18 <150> PRIOR APPLICATION NUMBER: 09/331,262 

19 <151> PRIOR FILING DATE: 1999-07-13 

21 <150> PRIOR APPLICATION NUMBER: PCT/BR97/00081 

22 <151> PRIOR FILING DATE: 1997-12-19 

24 <150> PRIOR APPLICATION NUMBER: PI 9606273-8 

25 <151> PRIOR FILING DATE: 1996-12-18 
27 <160> NUMBER OF SEQ ID NOS : 1 

29 <170> SOFTWARE: Patentln Ver. 2.1 

31 <210> SEQ ID NO: 1 

32 <211> LENGTH: 318 

33 <212> TYPE: PRT 

34 <213> ORGANISM: Equine infectious anemia virus 
36 <400> SEQUENCE: 1 
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Annex 1 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.4 (Aug-26-2002] 

Score = 444 bits (1143) , Expect = e-123 

Identities = 212/243 (87%) , Positives = 229/243 (93%) 
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GDPLTWSKALKKLEKVTVQGSQKLTTGNCNWALSLVDLFHDTNFVKEKDWQLRDVIPLLE 


61 






G+PLTWSKALKKL+KVTVQGSQKLTTGNCNWALSLVDLFHDTNFVK+KDWQLRDVIPLL+ 




Sbjct : 


10 


GNPLTWSKALKKLQKVTVQGSQKLTTGNCNWALSLVDLFHDTNFVKQKDWQLRDVIPLLQ 


69 
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62 


DVTQTLSGQEREAFERTWWAISAVKMGLQINNVVDGKASFQLLRAKYEKKTANKKQSEPS 
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DVTQT+SGQ+R+AF+RTWWAISAVKMGLQINNVVDGKASFQLLRAKY+KKTANKKQS+PS 
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70 


DVTQTVSGQQRQAFQRTWWAISAVKMGLQINNVVDGKASFQLLRAKYQKKTANKKQSQPS 
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EEYPIMIDGAGNRNFRPLTPRGYTTWVNTIQTNGLLNEASQNLFGILSVDCTSEEMNAFL 
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++YPIMIDGAGNRNFRPLTPRGYTTWVNTIQTNGLLN+ASQNLFGILSVDCTS++MNAFL 
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Query: ACCESSION M16575 K03334 M11337 M14855 
REFERENCE 7 (bases 1 to 8344) 

Kawakami,T. , Sherman, L. , Dahlberg, J. , Gazit/A. , Yaniv,A. , Tronick,S. 
and Aaronson, S . A. Nucleotide sequence analysis of equine infectious 
anemia virus proviral DNA. Virology 158 (2) , 300-312 (1987) 



Sbjct: proposed sequence of instant invention 



ANNEX 2 

LOCUS EIAVCG 8407 bp ss-RNA linear VRL ll-AUG-1995 

DEFINITION Equine infectious anemia virus proviral DNA, complete 
genome . 

M16575 K03334 M11337 M14855 
M16575.1 GI:323836 

complete genome; env protein; gag protein; glycoprotein; pol 
protein; polymerase. 
Equine infectious anemia virus 

Equine infectious anemia virus Viruses; Retroid viruses; 
Retroviridae; Lentivirus; Equine lentiviruses . 
REFERENCE 6 (bases 1 to 8407) 

Kawakami , T . , Sherman, L. , Dahlberg , J . E . , Gazit,A. , Yaniv,Y. , 
Tronick,S.R. and Aarons on , S . A . JOURNAL Unpublished (1987) 

7 (bases 1 to 8344) 
Kawakami , T . , Sherman, L. , Dahlberg, J., Gazit,A. , Yaniv,A. , 
Tronick,S.R. and Aaronson, S . A. Nucleotide sequence analysis 
of equine infectious anemia virus proviral DNA. Virology 158 
(2) , 300-312 (1987) 
87236196 PUBMED 3035786 

Original source text: Equine infectious anemia virus (EIAV) 
proviral DNA, (clones 1369 and 409-2 [1]). [2] sites; peptide coding 
regions. [6] revises [1]. [8] sites; sequence correction position 
5348. Draft entry and computer-readable sequence for [6] kindly 
provided by S.Tronick, 10-NOV-1987. 
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FEATURES Location/Qualifiers 
source 1 . . 8407 

/organism-"Equine infectious anemia virus" 
/db_xref="taxon: 11665" 
1. .321 

/note="5 f LTR" 
208. .>208 

/note="R repeat 5 ! copy" 
325. .342 

/bound_moiety="Lys-tRNA primer" 
342 

/note="c in [7] , t in [3] " 
/replace="t" 
465. .1925 

/note="465 is the position of the first start 
codon in the open reading f rame/codon_start=l/product-"gag 
protein/protein i d= 11 AAB 598 61.1 / db xref^"GI : 323837 /translation^" 



LTR 

repeat region 
misc binding 
variation 

CDS 



MGDPLTWSKALKKLEKVTVQGSQKLTTGNCNWALSLVDLFHDTN 

FVKEKDWQLRDVI PLLEDVTQTLSGQEREAFERTWWAI SAVKMGLQINNVVDGKAS FQ 

LLRAKYEKKTANKKQSEPSEEYPIMIDGAGNRNFRPLTPRGYTTWVNTIQTNGLLNEA 

SQNLFGILSVDCTSEEMNAFLDVVPGQAGQKQILLDAIDKIADDWDNRHPLPNAPLVA 

PPQGPI PMTARFI RGLGVPRERQMEPAFDQFRQTYRQWI I EAMSEGIKVMIGKPKAQN 

IRQGAKEPYPEFVDRLLSQIKSEGHPQEISKFLTDTLTIQNANEECRNAMRHLRPEDT 

LEEKMYACRDIGTTKQKMMLLAKALQTGLAGPFKGGALKGGPLKAAQTCYNCGKPGHL 

SSQCRAPKVCFKCKQPGHFSKQCRSVPKNGKQGAQGRPQKQTFPIQQKSQHNKSVVQE 

TPQTQNLYPDLSEIKKEYNVKEKDQVEDLNLDSLWE" 



